Introduction
The current threats to biological diversity have necessitated the understanding of the forces responsible for both its generation and demise (Wilson, 1988; . Insects are among the most diverse organisms, with over 1 million described to date and perhaps another 10 to 30 million remaining to be discovered in tropical regions (Erwin, 1982; 1986) .
Herbivorous species form a major component of these insects (Strong et al., 1984) and most explanations for their diversity are linked to the diversity of plants on which they feed (Mitter et al., 1988; 1991; Farrell and Mitter, 1993;  Thompson, 1994; Futuyma et al., 1995) .
Much of the current insect biodiversity was present even before the radiation of the flowering plants (angiosperms) and appears to be coincident with the earlier diversification of seed plants (Labandeira and Sepkoski, 1993) .
Herbivorous insects may have further diversified with the radiation of angiosperms which required pollinators (Ehrlich and Raven, 1964);  indeed, some radiations of insect species do appear to be correlated with those of flowering plants (Mitter et al., 1988; 1991) . Insect lineages at the generic and family levels appear to be largely conservative with respect to their host affiliations and many species in these lineages are highly host specific (Dethier, 1954; Ehrlich and Raven, 1964; Farrell and Mitter, 1993) .
Current patterns of host plant use by herbivorous insects can be explained by one of two hypotheses, both of which can lead to greater herbivore diversity: co-speciation with host plants and host plant switching. Co-speciation is the matching of speciation events in two lineages, such that the two phylogenies resemble one another (see Brooks, 1979; Mitter and Brooks, 1983; Brooks, 1988; Hafneret al., 1994; Page, 1995a) . Co-speciation may be a consequence of co-evolution, but may also arise through other mechanisms. By contrast, hostplant switching is a change of hosts (see Futuyma, 1983a; 1983b; Thompson, 1994) other than would be predicted by the host phy- (Mitter et al., 1988; 1991; Farrell and Mitter, 1993; .
Recently, it has been suggested that the frequent occurrence of hybrids between plant species may form centres of biodiversity or otherwise play a role in herbivore diversification (Floatc and Whitham, 1993; Strauss, 1994; Whitham et al.. 1994) Floate and Whitham, 1993 (Baldwin et al., 1991; Baldwin and Robichaux, 1995; Baldwin, in press ). This radiation is among the most well-studied of all plant lineages in Hawaii (see Wagner and Funk, 1995) with published works on ecology, physiology, systematics, conservation status, and hybridisation (Carr, 1987) . Carr (1985; 1990a; 1990b) (Carr, 1985) , and recently by genetic data (RAPDs, V. Caraway and C. Morden, unpubl. data; Friar et al., 1996) . Recently, Baldwin and colleagues (Baldwin et al., 1991; Baldwin and Robichaux, 1995; Baldwin, in (Simon, 1987; Howarth and Mull, 1992; Asquith, 1995; Eldredge and Miller, 1995; Miller and Eldredge, 1996) . In contrast to other delphacid planthoppers which are mainly grass feeders (Denno and Roderick, 1990; Denno et al., 1991; Roderick, 1994) , these planthoppers in Hawaii feed on a wide variety of plant families (Zimmerman, 1948; Swezey, 1954 (Zimmerman, 1948) . Systematic studies of the genus Nesosydne based on morphological characters are in progress (Asche, in press Baldwin and Robiclniux's (1995) phylogeny for the silversword alliance based on sequences of nuclear ribosomal DNA. Events of hybrid switching and co-speciation, were reconstructed using TreeMap (Page, 1995b) . A randomisation test (by "randomising" the planthopper tree using TreeMap. Page, 1995b) (Clary and Wolstenholme, 1985 Carson and Claguc, 1995 
